Example differentially fractionated gene. Shown are three pairs of orthologous genes in B73 and sorghum. PH207 contains only the flanking orthologous genes but is missing the homologous B73 gene, Zm00001d008692, and the sorghum gene, Sobic.003G053700. Colored blocks represent high-scoring pairs (HSPs) from alignment between each orthologous genes. B) Differential fractionation events are grouped according to the fractionation outcome observed between B73 (grey, left) and PH207 (black, right).
Class I. 3:4, 867, 871, 226 B73 8:17, 294, 301, 792 PH207 8:15, 796, 796, 626 23 kb A. Figure 3 . Presences/absence variation (PAV) frequency distribution of differentially fractionated genes (DFG). A) Proportion of genes that show PAV among 60 diverse lines. B) Cumulative distribution of PAV frequencies across a panel of 60 diverse inbred lines. A PAV frequency of zero indicates that a gene is not variable across any of the resequenced inbreds, while a PAV frequency of one indicates that a gene is private to B73 and/or PH207, and not contained in any of the other maize lines. Criteria for absence or substantial deletion was resequencing coverage across less than 20% of representative CDS sequence. Differentially fractionated genes are defined based on comparison of the genomes of B73 and PH207 to the ancestral state based on sorghum and rice. The distinction of B73 and PH207 in both plots is based on which genome the resequencing reads were mapped to and the subset of differentially fractionated genes that are private to either genome. B73v4 1 2 3 4 5 7 8 9 10 B73v2 1 2 3 4 5 6 7 8 9 10 1 2 3 4 5 6 7 8 9 10 PH207 1 2 3 4 5 6 7 8 9 10 W22 A. B.
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